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GGACTAATCTGTGGGAGCAGTTTATTCCAGTATCACCCAGGGTGCAGCCACACCAGGACTGT 
GTTGAAGGGTGTTTTTTTTCTTTTAAATGTAATACCTCCTCATCTTTTCTTCTTACACAGTG 
TCTGAGAACATTTACATTATAGATAAGTAGTACATGGTGGATAACTTCTACTTTTAGGAGGA 
CTACTCTCTTCTGACAGTCCTAGACTGGTCTTCTACACTAAGACACCATGAAGGAGTATGTG 
CTCCTATTATTCCTGGCTTTGTGCTCTGCCAAACCCTTCTTTAGCCCTTCACACATCGCACT 
GAAGAATATGATGCTGAAGGATATGGAAGACACAGATGATGATGATGATGATGATGATGATG 
ATGATGATGATGAGGACAACTCTCTTTTTCCAACAAGAGAGCCAAGAAGCCATTTTTTTCCA 
TTTGATCTGTTTCCAATGTGTCCATTTGGATGTCAGTGCTATTCACGAGTTGTACATTGCTC 
AGATTTAGGTTTGACCTCAGTCCCAACCAACATTCCATTTGATACTCGAATGCTTGATCTTC 
AAAACAATAAAATTAAGGAAATCAAAGAAAATGATTTTAAAGGACTCACTTCACTTTATGGT 
CTGATCCTGAACAACAACAAGCTAACGAAGATTCACCCAAAAGCCTTTCTAACCACAAAGAA 
GTTGCGAAGGCTGTATCTGTCCCACAATCAACTAAGTGAAATACCACTTAATCTTCCCAAAT 
CATTAGCAGAACTCAGAATTCATGAAAATAAAGTTAAGAAAATACAAAAGGACACATTCAAA 
GGAATGAATGCTTTACACGTTTTGGAAATGAGTGCAAACCCTCTTGATAATAATGGGATAGA 
GCCAGGGGCATTTGAAGGGGTGACGGTGTTCCATATCAGAATTGCAGAAGCAAAACTGACCT 
CAGTTCCTAAAGGCTTACCACCAACTTTATTGGAGCTTCACTTAGATTATAATAAAATTTCA 
ACAGTGGAACTTGAGGATTTTAAACGATACAAAGAACTACAAAGGCTGGGCCTAGGAAACAA 
CAAAATCACAGATATCGAAAATGGGAGTCTTGCTAACATACCACGTGTGAGAGAAATACATT 
TGGAAAACAATAAACTAAAAAAAATCCCTTCAGGATTACCAGAGTTGAAATACCTCCAGATA 
ATCTTCCTTCATTCTAATTCAATTGCAAGAGTGGGAGTAAATGACTTCTGTCCAACAGTGCC 
AAAGATGAAGAAATCTTTATACAGTGCAATAAGTTTATTCAACAACCCGGTGAAATACTGGG 
AAATGCAACCTGCAACATTTCGTTGTGTTTTGAGCAGAATGAGTGTTCAGCTTGGGAACTTT 
GGAATGTAATAATTAGTAATTGGTAATGTCCATTTAATATAAGATTCAAAAATCCCTACATT 
TGGAATACTTGAACTCTATTAATAATGGTAGTATTATATATACAAGCAAATATCTATTCTCA 
AGTGGTAAGTCCACTGACTTATTTTATGACAAGAAATTTCAACGGAATTTTGCCAAACTATT 
GATACATAAGGGGTTGAGAGAAACAAGCATCTATTGCAGTTTCCTTTTTGCGTACAAATGAT 
CTTACATAAATCTCATGCTTGACCATTCCTTTCTTCATAACAAAAAAGTAAGATATTCGGTA 
TTTAACACTTTGTTATCAAGCACATTTTAAAAAGAACTGTACTGTAAATGGAATGCTTGACT 
TAGCAAAATTTGTGCTCTTTCATTTGCTGTTAGAAAAACAGAATTAACAAAGACAGTAATGT 
GAAGAGTGCATTACACTATTCTTATTCTTTAGTAACTTGGGTAGTACTGTAATATTTTTAAT 
CATCTTAAAGTATGATTTGATATAATCTTATTGAAATTACCTTATCATGTCTTAGAGCCCGT 
CTTTATGTTTAAAACTAATTTCTTAAAATAAAGCCTTCAGTAAATGTTCATTACCAACTTGA 
TAAATGCTACTCATAAGAGCTGGTTTGGGGCTATAGCATATGCTTTTTTTTTTTTAATTATT 
ACCTGATTTAAAAATCTCTGTAAAAACGTGTAGTGTTTCATAAAATCTGTAACTCGCATTTT 
AATGATCCGCTATTATAAGCTTTTAATAGCATGAAAATTGTTAGGCTATATAACATTGCCAC 
TTCAACTCTAAGGAATATTTTTGAGATATCCCTTTGGAAGACCTTGCTTGGAAGAGCCTGGA 
CACTAACAATTCTACACCAAATTGTCTCTTCAAATACGTATGGACTGGATAACTCTGAGAAA 
CACATCTAGTATAACTGAATAAGCAGAGCATCAAATTAAACAGACAGAAACCGAAAGCTCTA 
TATAAATGCTCAGAGTTCTTTATGTATTTCTTATTGGCATTCAACATATGTAAAATCAGAAA 
ACAGGGAAATTTTCATTAAAAATATTGGTTTGAAAT 



FIGURE 2 

</usr/seqdb2/sst/DNA/Dnaseqs . min/ss . DNA34 3 92 
<subunit 1 of 1, 379 aa, 1 stop 
<MW: 43302, pi: 7.30, NX(S/T): 1 

MKEYVLLLFLALCSAKPFFSPSHIALKNMMLKDMEDTDDDDDDDDDDDDDEDNSLFPTREPR 
SHFFPFDLFPMCPFGCQCYSRWHCSDLGLTSVPTNIPFDTRMLDLQNNKIKEIKENDFKGL 
TSLYGLILNNNKLTKIHPKAFLTTKKLRRLYLSHNQLSEIPLNLPKSIAELRIHENKVKKIQ 
KDTFKGMNALHVLEMSANPLDNNGIEPGAFEGVTVFHIRIAEAKLTSVPKGLPPTLLELHLD 
YNKISTVELEDFKRYKELiQRLGLGNNKITDIENGSIjANIPRVREIHLENWKLKKIPSGLPEL 
KYLQIIFLHSNSIARVGVNDFCPTVPKMKKSLYSAISLFNNPVKYWEMQPATFRCVLSRMSV 
QLGNFGM 

Signal sequence. 

amino acids 1-15 

N-glycosylation site. 

amino acids 281-285 

N-myristoylation sites. 

amino acids 129-135, 210-216, 214-220, 237-243, 270-276, 282-288 



Leucine zipper pattern. 

amino acids 154-176 



FIGURE 3 



CGGACGCGTGGGCGGACGCGTGGGCCCGCSGCACCGCCCCCGGCCCGGCCCTCCGCCCTCCGCACTCGCGCCTCC 

CTCCCTCCGCCCGCTCCCGCGCCCTCCTCCCTCCCTCCTCCCCAGCTGTCCCGTTCGCGTCATGCCGAGCCTCCC 

GGCCCCGCCGGCCCCGCTGCTGCTCCTCGGGCTGCTGCTGCTCGGCTCCCGGCCGGCCCGCGGCGCCGGCCCAGA 

GCCCCCCGTGCTGCCCATCCGTTCTGAGAAGGAGCCGCTGCCCGTTCGGGGAGCGGCAGGCTGCACCTTCGGCGG 

GAAGGTCTATGCCTTGGACGAGACGTGGCACCCGGACCTAGGGCAGCCATTCGGGGTGATGCGCTGCGTGCTGTG 

CGCCTGCGAGGCGCCTCAGTGGGGTCGCCGTACCAGGGGCCCTGGCAGGGTCAGCTGCAAGAACATCAAACCAGA 

GTGCCCAACCCCGGCCTGTGGGCAGCCGCGCCAGCTGCCGGGACACTGCTGCCAGACCTGCCCCCAGGAGCGCAG 

CAGTTCGGAGCGGCAGCCGAGCGGCCTGTCCTTCGAGTATCCGCGGGACCCGGAGCATCGCAGTTATAGCGACCG 

CGGGGAGCCAGGCGCTGAGGAGCGGGCCCGTGGTGACGGCCACACGGACTTCGTGGCGCTGCTGACAGGGCCGAG 

GTCGCAGGCGGTGGCACGAGCCCGAGTCTCGCTGCTGCGCTCTAGCCTCCGCTTCTCTATCTCCTACAGGCGGCT 

GGACCGCCCTACCAGGATCCGCTTCTCAGACTCCAATGGCAGTGTCCTGTTTGAGCACCCTGCAGCCCCCACCCA 

AGATGGCCTGGTCTGTGGGGTGTGGCGGGCAGTGCCTCGGTTGTCTCTGCGGCTCCTTAGGGCAGAACAGCTGCA 

TGTGGCACTTGTGACACTCACTCACCCTTCAGGGGAGGTCTGGGGGCCTCTCATCCGGCACCGGGCCCTGGCTGC 

AGAGACCTTCAGTGCCATCCTGACTCTAGAAGGCCCCCCACAGCAGGGCGTAGGGGGCATCACCCTGCTCACTCT 

CAGTGACACAGAGGACTCCTTGCATTTTTTGCTGCTCTTCCGAGGGCTGCTGGAACCCAGGAGTGGGGGACTAAC 

CCAGGTTCCCTTGAGGCTCCAGATTCTACACCAGGGGCAGCTACTGCGAGAACTTCAGGCCAATGTCTCAGCCCA 

GGAACCAGGCTTTGCTGAGGTGCTGCCCAACCTGACAGTCCAGGAGATGGACTGGCTGGTGCTGGGGGAGCTGCA 

GATGGCCCTGGAGTGGGCAGGCAGGCCAGGGCTGCGCATCAGTGGACACATTGCTGCCAGGAAGAGCTGCGACGT 

CCTGCAAAGTGTCCTTTGTGGGGCTGATGCCCTGATCCCAGTCCAGACGGGTGCTGCCGGCTCAGCCAGCCTCAC 

GCTGCTAGGAAATGGCTCCCTGATCTATCAGGTGCAAGTGGTAGGGACAAGCAGTGAGGTGGTGGCCATGACACT 

GGAGACCAAGCCTCAGCGGAGGGATCAGCGCACTGTCCTGTGCCACATGGCTGGACTCCAGCCAGGAGGACACAC 

GGCCGTGGGTATCTGCCCTGGGCTGGGTGCCCGAGGGGCTCATATGCTGCTGCAGAATGAGCTCTTCCTGAACGT 

GGGCACCAAGGACTTCCCAGACGGAGAGCTTCGGGGGCACGTGGCTGCCCTGCCCTACTGTGGGCATAGCGCCCG 

CCATGACACGCTGCCCGTGCCCCTAGCAGGAGCCCTGGTGCTACCCCCTGTGAAGAGCCAAGCAGCAGGGCACGC 

CTGGCTTTCCTTGGATACCCACTGTCACCTGCACTATGAAGTGCTGCTGGCTGGGCTTGGTGGCTCAGAACAAGG 

CACTGTCACTGCCCACCTCCTTGGGCCTCCTGGAACGCCAGGGCCTCGGCGGCTGCTGAAGGGATTCTATGGCTC 

AGAGGCCCAGGGTGTGGTGAAGGACCTGGAGCCGGAACTGCTGCGGCACCTGGCAAAAGGCATGGCCTCCCTGAT 

GATCACCACCAAGGGTAGCCCCAGAGGGGAGCTCCGAGGGCAGGTGCACATAGCCAACCAATGTGAGGTTGGCGG 

ACTGCGCCTGGAGGCGGCCGGGGCCGAGGGGGTGCGGGCGCTGGGGGCTCCGGATACAGCCTCTGCTGCGCCGCC 

TGTGGTGCCTGGTCTCCCGGCCCTAGCGCCCGCCAAACCTGGTGGTCCTGGGCGGCCCCGAGACCCCAACACATG 

CTTCTTCGAGGGGCAGCAGCGCCCCCACGGGGCTCGCTGGGCGCCCAACTACGACCCGCTCTGCTCACTCTGCAC 

CTGCCAGAGACGAACGGTGATCTGTGACCCGGTGGTGTGCCCACCGCCCAGCTGCCCACACCCGGTGCAGGCTCC 

CGACCAGTGCTGCCCTGTTTGCCCTGAGAAACAAGATGTCAGAGACTTGCCAGGGCTGCCAAGGAGCCGGGACCC 

AGGAGAGGGCTGCTATTTTGATGGTGACCGGAGCTGGCGGGCAGCGGGTACGCGGTGGCACCCCGTTGTGCCCCC 

CTTTGGCTTAATTAAGTGTGCTGTCTGCACCTGCAAGGGGGGCACTGGAGAGGTGCACTGTGAGAAGGTGCAGTG 

TCCCCGGCTGGCCTGTGCCCAGCCTGTGCGTGTCAACCCCACCGACTGCTGCT^CAGTGTCCAGTGGGGTCGGG 

GGCCCACCCCCAGCTGGGGGACCCCATGCAGGCTGATGGGCCCCGGGGCTGCCGTTTTGCTGGGCAGTGGTTCCC 

AGAGAGTCAGAGCTGGCACCCCTCAGTGCCCCCTTTTGGAGAGATGAGCTGTATCACCTGCAGATGTGGGGCAGG 

GGTGCCTCACTGTGAGCGGGATGACTGTTCACTGCCACTGTCCTGTGGCTCGGGGAAGGAGAGTCGATGCTGTTC 

CCGCTGCACGGCCCACCGGCGGCCCCCAGAGACCAGAACTGATCCAGAGCTGGAGAAAGAAGCCGAAGGCTCTTA 

GGGAGCAGCCAGAGGGCCAAGTGACCAAGAGGATGGGGCCTGAGCTGGGGAAGGGGTGGCATCGAGGACCTTCTT 

GCATTCTCCTGTGGGAAGCCCAGTGCCTTTGCTCCTCTGTCCTGCCTCTACTCCCACCCCCACTACCTCTGGGAA 

CCACAGCTCCACAAGGGGGAGAGGCAGCTGGGCCAGACCGAGGTCACAGCCACTCCAAGTCCTGCCCTGCCACCC 

TCGGCCTCTGTCCTGGAAGCCCCACCCCTTTCCTCCTGTACATAATGTCACTGGCTTGTTGGGATTTTTAATTTA 

TCTTCACTCAGCACCAAGGGCCCCCGACACTCCACTCCTGCTGCCCCTGAGCTGAGCAGAGTCATTATTGGAGAG 

TTTTGTATTTATTAAAACATTTCTTTTTCAGTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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FTOITRE 4 

xsubunit 1 of 1, 954 aa, 1 stop 
xMW: 101960, pi: 8.21, NX(S/T): 5 
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i MPSLPAPPAPLLLLGLLLLGSRPARGAGPEPPVLPIRSEKEPLPVRGAAGCTFGGKVYALDE 

slSfSS^SISprsggltqvplri.qilhqgqllrel^^ 

§ S P SilvSi^EwISpGLRI^ 

^nNPy^LN^^TODFPDGELRGHVAALPYCGHSARHDTLPVPLAGALVLPPVKSQAAGHAWLS 
SrHS"jrGLE0OTVTAH..GPPGT^^^^^^ 

^fprK^G^G^^s^^^^ 

- SsShJvSSqcSvSLqdvrdi-pglprs 

° g^?SSvSSSotgevhcekvqcprlacaqpwvnptdcckqcpvgsgahpql^^ 
S prSfISSfpSqswhpsvppfgemscitcrcgagvphcerddcsi.pi.scgsgkesr^ 
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RCTAHRRPPETRTDPELEKEAEGS 
signal sequence - 



yn amino acids 1-23 



N-glycosylation sites. 

■ J oon --^trcr 365-369, 434-438 

amino acids 217-221, 351-^bb, -do^. 

Tyrosine kinase phosphorylation sites. 

amino acids 145-153, 778-786 
N-myristoylation sites. 

amino acids 20-26, 47-53, 50-56, 69-75, 73-79, 232-238, 236-242, 
390-396, 422-428, 473-479, 477-483, 483-489, 489-495, 573-579, 
576-582, 580-586, 635-641, 670-676, 773-779, 807-813, 871-877, 

905-911 

Amidation site. 

amino acids 87-91 
Cell attachment sequence, 
amino acids 165-168 
Leucine zipper pattern. 

amino acids 315-337 



FTOIJRE 5 



AGCCGGACCCGCAGCACCCGGCCCCCGCCGGCGAGCCTC 

CCAACTGCCAC 
GCAGCAGCGA' 

TCCCAGCCACTGUCT^u/.^^v.^--«^---"--:rriTl'„^QCCAGCCGAAAACAGGGCAGAAAGTTGTAGA^ 



CCGCGCCCTTGTCTGCGCCCGGGCCGTGCGCCGCGCAG^^^^ 

CCTT< 

:tatg 

lCAGC 



GCTTGTTGCAGATCCTTGTGCCAGCAACCCTTGTCACCATGGCAACTGCAGCAGCAGCAGCAGCA 

3AA 

^CTGGACCGAATCCATGGCACCCCGACAGCTTCAGCCTGTTCCTGCTACTCAGGAGCCTGACA 



GCCTGGTA 
TCTGGAAGGTCACGGC 

CAGGi 



CACAGGATTCCAACAGTGCTCCCTCATAGA 



TGGACGAAGTGTGACCCCCCTTCAGGCTT 



GGGACTGGTCCTCCTGGAGGAGATGCTCGCCTTGGG^ 



;GAATAATCACTTTATTGGTTTTGTGAATGATTCTG 
3AAGGTCAGCACCTGTGTGCCGGGGGAGAGTCACG 



AGGAGCAGTACGTGGGTACTTTCTGTGAAGAATACGATGC^_^^^^_^^^^^_^^^^^^^^^^^^^^^ 



cttgccagaggaaaccttgccaaaacaacgcgagct 



ACAAATGCCTCTGTGATCCAGGTTACCATGGCCTCTACT._ 

rGAACGGAGCCACCTGTGACAGCGACGGCCTGA 
3CGACATTGACATAAATGAATGTGACAGTAACC 
\TAACTGCCACTGCCCGCATGGTTGGGTGGGAG 



CCTGCCACCATGGTGGGAGCTGCCTGGACCAGCCCAAT^^^^^^^ 



GCCTGAATGCAGCCACCTGCAGGGACCTCGTTAATGGCTATGAC 

\CTGTGAATTG1 
t^TGGCACGTGC; 
::CTGCCACCATC 
CAAACTGTGAGJ 
TCTACATCATCi 
TCAGCCGCATTC 
AGTTCAGCAATi 
GCCCCATCGCC 

,^.,~^r-7. _ . ctttctgagtagagttaggaaaaccac 



caaggatccctgcgctaacgtcagctgtctgaacggagccacctgtgacagcgacggcctga 

G< 
Al 
C( 

A< 

K3. 

■ATTTTTCAAAAAGATGAGATACTACACTCATTTAAATATTTTTAAGAAAATAA^ 



TCTACATCATCATTGGAGCCCTCTGCGTGGCCTTCATCCTTA- 

TTGAATACC; 
ATGCCATTG< 

GCCCCATCGCCTATGAAGATTACAGTCCTGATGACAAACCCTTGGTCA- 



GTGCTTCTACTAGTGTGTGCTCTTTTCACTGTAGACACTATCACGAGAi 
'TAAATTTACTATTCCTAACCCGAATGAAATTAGCCT' 



TTGCCTTATTCTGTGCATGGGTAAGTAAC 
AAGTCA 
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xsubunit 1 of 1, 737 aa, 1 stop 
xMW: 78475, pi: 5.09, NX(S/T): 11 



IVTPLQASGGLVLLEEMLA 
;SGKGKCTTKPSEATFSCT 
.PGYTGELCQSKIDYCILD 



?rSS^sSi^iRHakfgkksrpamydvspiavbdyspddkplvtliktkdl 

signal sequnce- 

amino acids 1-28 
Transmembrane domain, 
amino acids 641-660 
N-glycosylation sites. 

a.ino acids 107-111, 204-208, 208-212, 223-227, 286-290, 361-365, 
375-379, 442-446, 549-553, 564-568 
Glycosaminoglycan attachment site. 

amino acids 320-324 

Tyrosine kinase phosphorylation sites. 

amino acids 490-498, 674-682 

N-myristoylation sites. 

•H 36 56-62 57-63, 85-91, 106-112, 203-209, 

amino acxds 30-36, bb o^, => ' > 

373-379, 449-455, 480-486, 562-568, 565-571 

Amidation site. 

amino acids 702-706 

Aspartio acid and asparagine hydroxylation site. 

amino acids 520-532, 596-608 

EGF-like domain cysteine pattern signatures. 

amino acids 80-92, 121-133, 336-348, 378-390. 416-428, 454-466, 
491-503, 529-541, 567-579, 605-617 
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CTCTGGAAGGTCACGGCCACAGGATTCCAACAGTGCTCCCTCATAGATGGACGAAAGTGTGA 
CCCCCCTTTCAGGCTTTCAGGGGGACTGGTCCTCCTGGAGGAGATGCTCGCCTTGGGGAATA 

^TTCTGTGACTAAGTCTATTGTGGCTTTGCGCTTAACT 



ATCACTTTATTGGTTTTGTGAATGAI 
(3 ^ CTC 

.GAGGCAACTTTTTCCTGTACCTGTGAGGAGC 



.GGTGGTGAAGGTCAGCACCTGTGTGCCGGGGGAGAGTCACGCAAATGACTTGGAGTGTTC 

« AGGAAAAGGAAAATGCACCACGAAGCCGTCA 
|d|5 I AGTACGTGGGTACTTTCTGTGAAGAATACGATGCTTGCCAGAGGAAACCTTGCCAAAACAAC 

GCGAGCTGTATTGATGCAAATGAAAAGCAAGATGGGAGCAATTTCACCTGTGTTTGCCTTCC 
\Vl TGGTTATACTGGAGAGCTTTGCCAACCGAACTGAGATTGGAGCGAACGACCTACACCGAACT 

GAGATAGGGGAG 
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CTCTGGAAGGTCACGOCCACAGGATTCCAACAGTGCTCCCTCATAGATGGACGAAAGTGTGA 

cccStttcaggctttcagggggactggtcctcc 

rCACTTTATTGGTrXTGTGAATGATTCTGTGACTAAGTCTATTGTGGCTTTGCGCTTAACT 



CTGGTGGTGAAGGTCAG 
AGGAAAAGGAAAATGCAC 

AGTACGTG' 
GCGAGCTGTATT 
TGGTTATACTGGAG. 
GAGATAGGGGAG 



CACCTGTGTGCCGGGGGAGAGTCACGCAAATGACTTGGAGTGTTC 



CACGAAGCCGTCAGAGGCAACTTTTTCCTGTACCTGTGAGGAGC 
GGTACTTTCTGTGAAGAATACGATGCTTGCCAGAGGAAACCTTGCCAAAACAAC 
GATGCAAATGAAAAGCAAGATGGGAGCAATTTCACCTGTGTTTGCCTTCC 
;AGCTTTGCCAACCGAACTGAGATTGGAGCGAACGACCTACACCGAACT 
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.CTOACTCTOCTO<:TCCTGCTGCTGCTGCTCC;.aCCTG™CCTGTGC™«CCACOCCAO 
OCCCCCCC.G^=CCCTCACCACaCTGGOCGCCCC»G.OCCC.C.CCiSSCC«a3CACCT.C 
3CTCCCTCGACCAaCTC«OT*OTCCCAG»CC«GGGCCTGCA*G»G»GOC^CGGOCCCT 
„GCGGGACTTCCCOGTGOTGG»CGGG»C;^CG.CCTGCCCCTGGTCCrAAGGC.GGTTT 
.CC.G«^aGGCT.C*GG.TGT™GCTGCGC«TTTC.OG™CGGCC.GACC.GCCTGGAC 
.GGCTTAG.GATGGCCTCGTGGGCGCC»GTTCTGGTGAGCCT.TGTGC»TGGCAG.CC« 
GG.CCGGG.TGGCGTGCGCCT«CGCXGG.G«G.™.CCXC„.CGCGGC.TGTGTG.Cr 
CCT^rrCTGAGC™GAGCTTGTGACCTCGGCT««GCTGTG«.CG»G;.CT«GMATTGGGC 

tgcct»tcggtgtagagggtggoc^ctcgctgg.c«t.gcctctcg.tc™cgt;.cctt 

GTACATGCTGGG^GTGGOGTACCTG^CGCTCACCGACACCTGG^CAGACCCTGGGC^GAGA 
GCTCCGCT«GGGCGTCC.CTCCrraT.C«.C»»TCAGGGGGCTG.CTG.CTTTGGTGAG 

„ «,ggtggtgggag».tg»cggcgtgggc.tgatggt.g.c™tcgcatgtctcag.tgc 
S ^.ggg.cggcggggcgtgg«gtgtg.c»gg»cg.g^.xcttctcg«ctcgggtggcc 

I 3GGGTGTGTGG^a.GTGGTCGG;^TG™CTG;.TG.«TGCTGC.GC™TG;^G^G;^C 
% GGTGGCGTCGTGATGGTGTCrrTTGTCG.TGGG.GT«T.»GTGC;..CC»TG.GGC^TGT 
■ GTCC.CTGTGGC.G.TC.CTTGG.CC.C.TC»GGCrGTG.TTGG.TCC;^G™TCGGG. 

i ..gg™g.g»tt.tg.tggggccggc^ttccgtg.ggggctgg«g.cgtgtcc.g.t^ 

CCGGTCGTG™G.GGAGrrGC-I«.GTCGTGGCTGG.GTG.GG«.G.GCrTG.GGGTGTC« 
TCGTGG«>ACerGGTGCGGGTCTTC*G.C«GTGG«»GG«CAGGA.G«>«.G«U.TGGC 
^GCCCCTTGGAGGAGMGrrCGCGGATGAGCAGGTG;>GGAGTTCGTGCGACTGGGACGTG 

TC»GGTCTGCGTC.G.OACAG.GTCTG.GTrC.GGC«GG«.CrC.CTG.GATTGCC.TAG» 
GTGGAGAGCG^GTTACCGGC^GTGGTCGTCTCGAGTCCTGCCCCCAGATGGCCCCAG 

tggttgg.gttgtgggcaccttgcc.gtcc™ttctgtggctgsg^tg.gccag™gtcg 
xgccag;.tgtc.ctgt.gg;^gcg;vgagacmcc«ga..gttcgcgtgttg^gaggcaca 

AATATTTCCTGAAATAAATGTTTTGGACATAG 
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</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA35595 

<subunit 1 of 1, 433 aa, 1 stop 
<MW: 47787, pi: 6.11, NX(S/T): 5 

MPGTYAPSTTLSSPSTQGLQEQARALMRDFPLVDGHNDLPLVLRQVYQKGLQDVNLRNFSYG 
QTSLDRLRDGLVGAQFWSAYVPCQTQDRDAI.RLTLEQIDLIRRMCASYSELELVTSAKAI^D 
TQKLACLIGVEGGHSLDNSLSILRTFYMLGVRYLTLTHTCNTPWAESSAKGVHSFYNNISGI. 
TDFGEKWAEMNRLGMMVDLSHVSDAVARRALEVSQAPVIFSHSAARGVCNSARNVPDDILQ 
I.X.KKNGGWMVSLSMGVIQCNPSANVSTVADHFDHIKAVIGSKFIGIGGDYDGAGKFPQGLE 
DVSTYPVLIEELLSRGWSEEELQGVLRGNLLRVFRQVEKVQEENKWQSPLEDKFPDEQI,SSS 
CHSDLSRLRQRQSLTSGQELTEIPIHWTAKLPAKWSVSESSPHMAPVLAWATFPVLILWL 



^ N-glycosylation sites. 

S amino acids 58-62, 123-127, 182-186, 273-277 



tf' N-myristoylation sites. 

^ 79 78 133-139 234-240, 264-270, 334-340, 389-395 

amino acids 72-78, -Ljj^, 



Renal dipeptidase active site. 



P amino acids 134-157 





FIGURKIl 

rcccAC 

TCCCTCGACCACACTCAGTAGTCCCAGCA 



;^CCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCCGCGGCCG 



CO 



CGAATTCTAAACCAACATGCCGGGCACCTACGC: 
§ CCCAGGGCCTGCAAGAGCAGGCACGGGCCCTGATGCGGGACTTCCCGCTCGTGGACGGCCAC 

- - ' ^^,;,CCTGCCCCTGGTCCTAAGGCAGGTTTACCAGAAAGGGCTACAGGATGTTAACCTGCG 



'J) 



"^'^X^rCTACGGCCAGACCAGCCTGGACAGGCTTAGAGATGGCCTCGTG^^ 

O d TCTGGTCAGCCTATGTGCCATGCCAGACCCAGGACC 

TTCTGAGCTGGAGCTTGTGACCTCGGC 



.^^coTCAGCCTATGTGCCATGCCAGACCCAGGACCGGGATGCCCTGCGCCTCACCCTGGAG 



a 

^ > ^ 
cc to t: 



CAGATTGACCTCATACGCCGCATGTGTGCCTCCTA 
I TAAAG 



CTCTGAACGACACTCAGAAATTGGCCTGCCTCATCGGTGTAGAGGGTGGCCACTCGC 
TGGACAATAGCCTCTCCATCTTACGTACCTTCTACATGCTGGGAGTGCGCTACCTGACGCTC 
ACCCACACCTGCAACACACCCTGGGCAGAGAGCTCCGCTAAGGGCGTCCACTCCTTCTACAA 
CAACATCAGCGGGCTGACTGACTTTGGTGAGAAGGTGGTGGCAGAAATGAACCGCCTGGGCA 
TGATGGTAGACTTATCCCATGTCTCAGATGCTGTGGCACGGCGGGCCCTGGAAGTGTCACAG 
GCACCTGTGATCTTCTCCCACTCGGCTGCCCGGGGTGTGTGCAACAGTGCTCGGAATGTTCC 

CTGAAGAAGAACGGTGGCGTCGTGATGGTGTCTTTGTCCATGG 
GTAATACAGTGCAACCCATCAGCCAATGTGTCCACTGTGGCAGATCACTTCGACCACATC 
TTGGATCCAAGTTCATCGGGATTGGTGGAGATTATGATGGGGCCGGCAAATT 
W CCCTCAGGGGCTGGAAGACGTGTCCACATACCCGGTCCTGATAGAGGAGTTGCTGAGTCGTG 
U oCTGGAGTGAGGAAGAGCTTCAGGGTGTCCTTCGTGGAAACCTGCTGCGGGTCTTCAGACAA 



=4» 



TGATGACATCCTGCAGCTT 
GA 

gi AAGGCTGTCA 



GTGGAAAAGGTACAGGAAGAAAACAAATGGCAAAGCCCCTTGGAGGACAAGTTCCCGGATGA 

GTCTGCGTCAGAGACAGAGTCTGACTT 
GGAACTCACTGAGATTCCCATACACTGGACAGCCAAGTTACCAGCCAAGTGGTCA 
■ GTCCTCCCCCCACCCTGACAAAACTCACACATGCCCACCGTGCCCAGCACCTGA 



M GCAGCTGAGCAGTTCCTGCCACTCCGACCTCTCAO 

H CAGGCCA 
GTCTCAGA 

CCTCTTCCCCCCAAAACCCAAGGACACC 



ACTCCTGGGGGGACCGTCAGTCTTC 
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FIGUBEJl 

></usr/seqdb2/sst/DNA/Dnasaqs.full/ss.DNA35872 
xsubunit 1 of 1, 446 aa, 0 stop 



CQTQDRDALRLTLEQIDLIRRMCASYSELELVTSAKALND 
TQKLACLIGVEGGHSLDNSLSILRTFYMLG 



rKLGaVVMVSI,S«GVIQC«PSA»VSTVAD„PD„XKAVIGSKFIGI=ODVDaAGKFP0O^E 
^"s^PV.ZEEX,I.SPG«SEEBL«VI,PG.I.LRVPP0VEKVQ.PNKWQSPI.BPKPPCEO:^SS 
CKSDLR.PQKaS.TSGOE.THZPIH»TAK.PAK«SVSESSPHPnKT„TCPPCPAPKLL«GP 

SVFLFPPKPKDT 




(3 ^ 

d 

d o 



CCCCCAOCCACOTOCCOOCGOCCTOaCCCGCGCCCTCCCOCOCCCCOCCTGCaTCCCOCGCC 
crCGCC^LcCGCCOAOCCGC^^^^^ 

CTGCGCCACCGCCC ,GCGGCGGCCGCCGCCGTTGCTGCCCCTGCT 

AGCCCACACAGCTGTGATCA 
TGCTGGCCACCTGCTCAGTGCACGGA 




GCCGGCCGCCGGGGCCCCGCCGCCCAATCCGO 
GCTGCTGCTCTGCGTCCTCGGGGCGCCGCGAGCCGGATCAGG 

GTCCCCAGGATCCCACGCTTCTCATCGGCTCCTCCC ,,,,^^^eGCCTGCCCCC 



ACAGTGGGGCCCCACTCCTGCCACATCC 



GGGACAACCTCGTGTGCCACGCCCGTGACGGCAGCATCCTGGCTGGC 

3TCAACATG 

TGCCGCTGGACGCCAGGGGCCCACGGGGAGACCTTCCTCCACACCA 
3TATGGCCAGGACAACAC 

CCAAGGACCTGGCTCTCTTTACGCCCTATGAGAT 



CCGCTCCGATGTACTCACGCTGGATATCC 
GAGCCGCGTCGGGGGCCTGGAG 
OCGTGCGCTGGGTGTCGCCACCCGCCCTCAAGGATTTCCTCTTTCAAGCCAA 

ATACCAGATCCGCTACCGAGTGGAGGACAGTGTGGACTC 



CTGGGTGGAGGCCACCAACCGCCTGGGCTCTGC 
TGGATGTGGTGACCACGGACCCCCCGCCCGACGTGCACGT 



GACCAGCTGAG.V. ... ,GGAAGGTGGTGGACGATGTGAGCA 

:CGGGATCTGGAGTGAGTGGAGCCACCC 



ACCAGACCTCCTGCCGCCTGGCCGGCCTGAAACCCGGCACC 
[■GGCATCTATGGCTCCAAGAAAGCC 



TGCAACCCCTTTGGCATC........^™-^-^^^^^^^^^^^^^^ 

CGGCGCGAGCTCAAGCAGTTCCT 
^ — .GCTTCCGCCTCTACGACCAGTGGCGAGCCTGGAT 



08 CACAGCCGCCTCCACTCCCCGCAGTGAGCG 
^ GGGGCGGAGAGCCGAGCTCGGGGCCGGTGCGGCGCGAGCTCAi. 



.GCAGTTCCTGGGCTGGCTC 



„.r;=-c™™™o3cc.ccc^^ 

GTGTGTGTGTGAGGGTTGGTTGAGTTGC 



GAGGCCACCTTTGGGTGCACCCCAGTGGGTGTGT 
CTAGAACCCCTGCCAGGGCTGGGGGTGAGAAGG 



GGAGTCATTACTCCCCATTACCTAGGGCC 

cctccaaaagagtccttttaaataaatgagctatxtaggtgctgtgattgtg™ 

;,AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACAAAAAAAAAAAAAA 




FIGUBEJJ 
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CD *i 

do 
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xss .DNA38113 

xsubunit 1 of 1, 4 22 aa, 1 stop 
xMW- 46302, pi: 9-42, NX(S/T): 6 

.osci.yv=.ppkkp™iscwsk»«kdi.t™tp.«..ktpi,h™vs.kvki.p»v«oo»tckb 

V„™P„SC„IPK.I.L.TPVEXWVK™RI,aS^S.VLT.CZ.DW.™PPPO™VS.VaO 
.K.0LSW»VSPP»™r.PQ.KV«X.VPVK0SV0WKWBDVSNQTSCP^=.KPOTWPV0 
VRa.PPOIVOSKK.OIWSE«SHP™STPRSERPGP<«ACKPRGGEPSSGP™REI.K0PI.O 
»I,KKHAY<:SNLSPRI,YDQWRA«.QKSHKTRKQDEGII.PSGRRGTARGPAR 



I" 



Signal sequence. 

amino acids 1-30 



5=y ; 



Transmembrane domain. 

amino acids 44-61 



N-glycosylation sites. 

:ids 92-96, 104-X08, 140-144, 168-172, 292-296, 382-386 



ammo ac; 



cAMP- and cGMP 

amino acids 413-417 



-dependent protein kinase phosphorylation site. 



N-myristoylation sites. oir 224 

,„1„0 acia. 30-36, 37-43, 73-79, 121-1.7, 17,-185, 21S 224, 
300-306, 317-323, 320-326, 347-353, 355-361, 407-413 



Amidation site. 

amino acids 3-7, 79-83, 411-415 



Growth factor and cytokines receptors family signature 

amino acids 325-331 



FIGUREIS 



CTGCTTCTCCCGTTACTGATCGTCTGCT 

GAGGAG, 
GACTGA 
CATGGACTG' 



CCCACGCGTCCGCTGGTGTTAGATCGAGCAACCCTCTAAAAGCAGTTTAGAGTGGTAAAAAA 

;,;,;,;UU^CACACCAAACGCTCGCAGCCAC^^ 

CCCTAGAGTCCTTCGTGAAGCTTTTTATTCCTAA 

AAAATCAGTCACCGGCGAAATCGTGCTGATTACAGGAGCTGGGCATGGAATTGGGA 

CTGCCTATGAATTTGCTAAACTTAAAAGCAAGCTGGTTCTCTGGGATATAAATAAG 

GAGGAAACAGCTGCCAAATGCAAGGGACTGGGTGCCAAGGTTGATACCTTTGT 

GGTAGACTGCAGCAACCGAGAAGATATTTACAGCTCTGCAAAGAAGGTGAAGGCAGAAATTG 

GAGATGTTAGTATTTTAGTAAATAATGCTGGTGTAGTCTATACATCAGATTTGTTTGCTACA 

CAAGATCCTCAGATTGAAAAGACTTTTGAAGTTAATGTACTTGCACATTTCTGGACTACAAA 

GGCATTTCTTCCTGCAATGACGAAGAATAACCATGGCCATATTGTCACTGTGGCTTCGGCAG 

CTGGACATGTCTCGGTCCCCTTCTTACTGGCTTACTGTTCAAGCAAGTTTGCTGCTGTTGGA 

TTTCATAAAACTTTGACAGATGAACTGGCTGCCTTACAAATAACTGGAGTCAAAACAACATG 

TCTGTGTCCTAATTTCGTAAACACTGGCTTCATCAAAAATCCAAGTACAAGTTTGGGACCCA 

CTCTGGAACCTGAGGAAGTGGTAAACAGGCTGATGCATGGGATTCTGACTGAGCAGAAGATG 

ATTTTTATTCCATCTTCTATAGCTTTTTTAACAACATTGGAAAGGATCCTTCCTGAGCGTTT 

CCTGGCAGTTTTAAAACGAAAAATCAGTGTTAAGTTTGATGCAGTTATTGGATATAAAATGA 

AAGCGCAATAAGCACCTAGTTTTCTGAAAACTGATTTACCAGGTTTAGGTTGATGTCATCTA 

^.TAGTGCCAGAATTTTAATGTTTGAACTTCTGTTTTTTCTAATTATCCCCATTTCTTCAATA 

TCATTTTTGAGGCTTTGGCAGTCTTCATTTACTACCACTTGTTCTTTAGCCAAAAGCTGATT 

ACATATGATATAAACAGAGAAATACCTTTAGAGGTGACTTTAAGGAAAATGAAGAAAAAGAA 

CCAAAATGACTTTATTAAAATAATTTCCAAGATTATTTGTGGCTCACCTGAAGGCTTTGCAA 

^ATTTGTACCATAACCGTTTATTTAACATATATTTTTATTTTTGATTGCACTTAAATTTTGT 

ATAATTTGTGTTTCTTTTTCTGTTCTACATAAAATCAGAAACTTCAAGCTCTCTAAATAAAA 

TGAAGGACTATATCTAGTGGTATTTCACAATGAATATCATGAACTCTCAATGGGTAGGTTTC 

ATCCTACCCATTGCCACTCTGTTTCCTGAGAGATACCTCACATTCCAATGCCAAACATTTCT 

GTGTTGCAAGTATAAAAGCATCACTGGGATTTAAG 



GCACAGGGAAGCTAGAGGTGGATACAC 
GA 



.GAArrGAGAGAATGTACCCACAAATGGCAGCAATAATAAATGGATCACACTTAAAAAAAA 



;,;UWU,AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA^^^ 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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FTCTTRE 16 

</usr/seqdb2/sst/DNA/Dnaseqs . full/ss .DNA34436 
<subunit 1 of l, 300 aa, 1 stop 
<MW: 32964, pi: 9-52, NX(S/T): 1 

MKFLLDILLLLPLLIVCSI.ESFVKI.FIPKRRKSVTGEIVL,ITGAGHGIGRLTAYEFAKLKSK 
^VLWDINKHGLEETAAKCKGLGAKVHTFWDCSNREDIYSSAKKVKAEIGDVSILVNNAGW 
YTSDLFATQDPQIEKTFEVNVLAHFWTTKAFLPAMTKNNHGHIVTVASAAGHVSVPFLU.YC 
SSKFAAVGFHKTLTDELAA^QITGVKTTCLCPNFWTGFIKNPSTSLGPTLEPEEVWRLMH 



ILTEQKMIFIPSSIAFLTTLERILPERFLAVLKRKISVKFDAVIGYKMKAQ 



■y5 



a 



3 S t 



Signal sequence. 

amino acids 1-19 



^5 Transmembrane domain. 

OQ amino acids 170-187 



CAMP- and cGMP- dependent protein kinase phosphorylation sites. 



i amino acids 30-34, 283-287 



N-myristoylation sites. 

^ amino acids 43-49, 72-78, 122-128, 210-216 



FTOTTRE 17 

OACTAGTTCTCTTGGAGTCTGGGAGGAOGAAAGCGGAGCCGGCAGGGAGCGAACCAGGACTG 
OGGTGACGGCAGGGCAGGGGGCGCCTGGCCGGGGAGAAGCGCGGGGGCTGGAGCACCACCAA 
CTGGAGGGTCCGGAGTAGCGAGCGCCCCGAAGGAGGCCATCGGGGAGCCGGGAGGGGGGACT 
GAGAGGACCCCGGCGTCCGGGCTCCCGGTGCCAGCGCTATGAGGCCACTCCTCGTCCTGC 



GO 

TGCTCCTGGG 
CCGGGGCACCCC 
CGATGGCCGCG. 
GGCCGGGAC 
CCCACCGGG 
CGAGAGCCG' 
AGCAGGGACA 
TTCG 



CCTGGCGGCCGGCTCGCCCCCACTGGACGACAACAAGATCCCCAGCCTCTGC 
GGCCTTCCAGGCACGCCGGGCCACCATGGCAGCCAGGGCTTGCCGGGCCG 
;ACGGCCGCGACGGCGCGCCCGGGGCTCCGGGAGAGAAAGGCGAGGGCGGGA 
TGCCGGGACCTCGAGGGGACCCCGGGCCGCGAGGAGAGGCGGGACCCGCGGGG 
CCTGCCGGGGAGTGCTCGGTGCCTCCGCGATCCGCCTTCAGCGCCAAGCGCTC 
GGTGCCTCCGCCGTCTGACGCACCCTTGCCCTTCGACCGCGTGCTGGTGAACG 
TTACGACGCCGTCACCGGCAAGTTCACCTGCCAGGTGCCTGGGGTCTACTAC 
CCGTCCATGCCACCGTCTACCGGGCCAGCCTGCAGTTTGATCTGGTGAAGAATGGCGA 
ATCCATTGCCTCTTTCTTCCAGTTTTTCGGGGGGTGGCCCAAGCCAGCCTCGCTCTCGGGGG 
OGGCCATGGTGAGGCTGGAGCCTGAGGACCAAGTGTGGGTGCAGGTGGGTGTGGGTGACTAC 
; ATTGGCATCTATGCCAGCATCAAGACAGACAGCACCTTCTCCGGATTTCTGGTG^CTCCGA 
: CTGGCACAGCTCCCCAGTCTTTGCTTAGTGCCCACTGCAAAGTGAGCTCATGCTCTCACTCC 
! ..OAAGGAGGGTGTGAGGCTGACAACCAGGTCATCCAGGAGGGCTGGCCCCCCTGGAATATT 
i OTGAATGACTAGGGAGGTGGGGTAGAGCACTCTCCGTCCTGCTGCTGGCAAGGAATGGGAAC 
i .OTGGCTGTCTGCGATCAGGTCTGGCAGCATGGGGCAGTGGCTGGATTTCTGCCCAAGACCA 
GAGGAGTGTGCTGTGCTGGCAAGTGTAAGTCCCCCAGTTGCTCTGGTCCAGGAGCCCACGGT 
OGGGTGCTCTCTTCCTGGTCCTCTGCTTCTCTGGATCCTCCCCACCCCCTCCTGCTCCTGGG 
GCCGGCCCTTTTCTCAGAGATCACTCAATAAACCTAAGAACCCTCATAAAAAAAAAAAAAAA 

AAAAAAAAAAAAA 



CO 

CO 
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0-> 
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FIGUREOS 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA40592 

xsubunit 1 of 1, 243 aa, 1 stop 
xMW: 25298, pi: 6.44, NX(S/T): 0 

„.PL.VLLI.I.GLAAOSPP.DDNKXPSLCPOHPGLPCTPGHHOSQO.PORDaRDaRDGAPG.P 
OKKOEGGRPG.PGPRGDPGPRGEAGP.GPTGPAGECSVPPRS.PSAKRSESRVPPPSO.P.P 
PORV.VNHQGHYDAVTGKPTCQVPGVVYPAVH.TV.RAS.QFD.VKNOKSX.SPPQFPGGWP 
KPASLSGGAMVRLEPEDQVWVQVGVGDYIGXYASIKTDSTFSGFLWSDWHSSPVPA 



Signal sequence. 

amino acids 1-15 

o 

'"S N-myristoylation sites. 

S amino acids 11-17, 68-74, 216-222 



m 
on 
m 



Cell attachitient sequence 

amino acids 77-80 



• 



CTCTTTTGTCCACCAGCCCAGCCTGACTCCTGGAO.TTGTGAATAGCTCCATCCAGCCTGAa 
;^CAAGCCGGGTGGCTGAGCCAGGCTGTGCACGGAGCACCTGACGGGCCCAACAGACCCAX 
OCTGCATCCAGAGACCTCCCCTGGCCGGGGGCATCTCCTGGCTOTGCTCCTGGCCCTCCTTG 
^CACCACCTGGGCAGAGGTGTGGCCACCCCAGCTGCAGGAGCAGGCTCCGATGGCCGGAGCC 

CTOAACAGGAAGGAGAGTTTCTTGCTCCTCTCCCTGCACAACCGCCTGCGCAGCTGG^^ 
CCCCCCTGCGGCTGACATGCGGAGGCTGGACTGGAGTGACAGCCTGGCCCAACTGGCTCAAG 



CCAGGGCAGCCCTCTG 
CAAGTGGGCTGGAA 



TGGAATCCCAACCCCGAGCCTGGCATCCGGCCTGTGGCGCACCCTG 
CATGCAGCTGCTGCCCGCGGGCTTGGCGTCCTTTGTTGAAGTGGTCAG 



CCTATGGTTTGCAGAGGGGCAGCGGTACAGCCACGCGGCAGGAGAGTGTGCTCGCAACGCCA 
CCTOCACCC.CTACACGCAGCTCGTGTGGGCCACCTCAAGCCAGCTGGGCTGTGGGCGGCAC 
CTGTGCTCTGCAGGCCAGACAGCGATAGAAGCCTTTGTCTGTGCCTACTCCCCCGGAGGCAA 
CTGGGAGGTCAACGGGAAGACAATCATCCCCTATAAGAAGGGTGCCTGGTOTTCGCTCTGCA 
CAGCCAGTGTCTCAGGCTGCTTCAAAGCCTGGGACCATGCAGGGGGGCTCTGTGAGGTCCCC 
AGGAATCCTTGTCGCATGAGCTGCCAGAACCATGGACGTCTCAACATCAGCACCTGCCACTG 
CCACTGTCCCCCTGGCTACACGGGCAGATACTGCCAAGTGAGGTGCAGCCTGCAGTGTGTGC 
.CGGCCGGTTCCGGGAGGAGGAGTGCTCGTGCGTCTGTGACATCGGCTACGGGGGAGCCCAG 

.OTGCCACCAAGGTGCATTTTCCCTTCCACACCTGTGACCTGAGGATCGACGGAGACT^^^^ 

CATGGTGTCTTCAGAGGCAGACACCTATTACAGAGCCAGGATGAAATGTCAGAGGAAAGGCG 

CGGTGCTGGCCCAGATCAAGAGCCAGAAAGTGCAGGACATCCTCGCCTTCTATCTGGGCCGC 

CTGGAGACCACCAACGAGGTGACTGACAGTGACTTCGAGACCAGGAACTTCTGGATCGGGCT 

CACCTACAAGACCGCCAAGGACTCCTTCCGCTGGGCCACAGGGGAGCACCAGGCCTTCACCA 

CTTTTGCCTTTGGGCAGCCTGACAACCACGGGCTGGTGTGGCTGAGTGCTGCCATGGGGTTT 

GGCAACTGCGTGGAGCTGCAGGCTTCAGCTGCCTTCAACTGGAACGACCAGCGCTGCAAAAC 

CCGAAACCGTTACATCTGCCAGTTTGCCCAGGAGCACATCTCCCGGTGGGGCCCAGGGTCCT 

OAGGCCTGACCACATGGCTCCCTCGCCTGCCCTGGGAGCACCGGCTCTGCTTACCTGTCTGC 

^^ACCTGTCTGGAACAAGGGCCAGGTTAAGACCACATGCCTCATGTCCAAAGAGGTCTCAGA 

CCTTGCACAATGCCAGAAGTTGGGCAGAGAGAGGC^GGGAGGCCAGTGAGGGCCAGGGAGTG 

^GTGTTAGAAGAAGCTGGGGCCCTTCGCCTGCTTTTGATTGGGAAGATGGGCTTCAATTAGA 

TGGCGAAGGAGAGGACACCGCCAGTGGTCCAAAAAGGCTGCTCTCTTCCACCTGGCCCAGAC 

CCTGTGGGGCAGCGGAGCTTCCCTGTGGCATGAACCCCACGOGGTATTAAATTATGAATCAG 

CTGAAAAAAAAAAAAA 



LL. 



O o 



a 
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FIGURE2Q 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA44176 

<subunit 1 of 1, 455 aa, 1 stop 
<MW 50478, pi: 8.44, NX (S/T) : 2 

MLHPETSPGRGHL.AV.I.ALX.GTTWAEVWPPQLQEQAPMAGAI.NRKESP...S.HNRLRSWV 
QPPAADMRRI.DWSDSLAQLAQARAAI.CGXPTPSI.ASGI.WRTLQVGWNMQLLPAGLASEVEW 
S.WPAEGQRYSHAAGECARNATCTHYTQLWATSSQ.GCGRH.CSAGQTAIEAPVCAYSPGG 
^KVNGKTIIPYKKGAWCSLCTASVSGCEKAWDHAGG.CEVPRNPCRMSCQNHGRLNXSTCH 
CHCPPGYTGRYCQVRCSI.QCVHGRFREEECSCVCDXGYGGAQCATKVHPPFHTCDLRIDGDC 



pi 



yy 



FMVSS 



EADTYYRARMKCQRKGGVLAQIKSQKVQD 



I LAFYLGRLETTNEVTDSDFETRNFW I G 



LTYKTAKDSFRWATGEHQAFTSFAFGQPDNHGLWL 



SAAMGFGNCVELQASAAFNWNDQRCK 



TRNRYICQFAQEHI SRWGPGS 

Signal sequence. 

amino acids 1-26 
Transmembrane domain, 
amino acids 110-124 
N-glycosylation sites. 

amino acids 144-148, 243-247 

CAMP- and cGMP- dependent: protein kinase phosphorylation s.te. 
amino acids 4 5-49 

N-myristoylation sites. 

• ..id^ 22-28 99-105, 131-137, 201-207, 213-219, 287-293, 
ammo acxds zz-zo, j.^--, 

288-294, 331-337, 398-404 

Prokaryotic laenO^rane lipoprotein lipid attachment site. 

amino acids 204-215 

EGF-like domain cysteine pattern signature. 

amino acids 249-261, 280-292 
C-type lectin domain signature. 

amino acids 417-442 



FTOTTRE 21 



CCCGCCGGGTCCCCGAGCGTCCCGCGCCCT 



CGGACGCGTGGGCTGGGCGCTGCAAAGCGTGT 

5GK^aAGGC^GAGCTGGGGCCACTc7T7GGAGCAGGATGGACTCAGGGTCC^^^^^ 

'AGACTGTTGCAGAGGCTGAAAACCAAACC" 
ATCATTTCCCGTTATGCCTTCACTACGGTTTC_-_--^-^^^^_^^^^^^^^^^^^^^^ 



CGCCCCGCCMGCTCCTGCTGCTGGGGCTGTGCCTGGGGCTGTCCCTGTGTGTGGGGTCGC^ 

JAAGAGGCGCAGAGCTGGGGCCACTC 
'AGACTGTTGCAGAGGCTGAAAACCA 
i'CATTTCCCGTTATGCCTTCACTACG( 
CCAGGACATTGAGTTCCAGATGCAGAITOAC--^-^^^^^^ 



TCAGACTGTTGCAGAGGCTGAAAACCAAA^^^^^^^^^^^ 



TTATTGGAGACAAGGTGTATCAGGGCGAAATTACA^AO^^^o^^^^^^^^ 
GTAAAAGAGAAAAGGAATAAAACCACjGAAGAAAA^ 

.OOCTGAGCGTGGJC^^^^^^^ 
CTACTGTCATTAACCAAAATGi^CAT^^^^^ 



m 

m 



^GC^GAaScGCCTGGGCAAGTACGAGCA^^^^^^ 
AGGCTGAGCGTGGACGTGAATATCCTGGAGAG^^^^ 



C^^SCCAGGATTGCCCAGAATGGAATTTTGGGAGACT^^^ 
AGAACAGAGCATTGGGGACATCCAGGTTCT^TGGCTATT^^^ 

AAGACCTTCCTCCTTTACCCAAGAATGTGGT^^^^ 



CACTCCAGACAGCATCAGGGATGC 
CAGACATCAACGGGGCCCTGCAG? 
CAGTGGCATTGGAGACCGGAGCGTGTCCCTCi^^-^-^^^^^^^^^^ 

TGCA^CTTCACCATTGGCATCGGCAACGACGl---^-^^^^^^^^^^^^^^^^^ 

! 

} 

^ AGAAGGAGCGGCTGCGGCAGCGGGCCCAGG^^^ 
GGGAGAGATGGTGTTTTTCCTCTCCACCAC 



GG. 

* TCGGGGAGACGCACACCCTCAAGATCCTCAAC^CACC^^^^^ 

GAGGAGGAGGACGCAGGCTCGCAGCTCATCG 
rCTCTGACATCCGCATCGATTATCCCCCCAGC 
-CCAACTACTTCAACGGCTCGGAGATCATCAT 
•CACCTGCACGTGGAGGTCACCGCCAGCAACA 
rGCCTGTGCGGCCTCAGAAGGCAGGGAAAGAT 
3GAGAGGGGGACACCAACCACATCGAGCGTCT 
-AGCTCCTGGCTGCAAAGTGACGATGAACCGG 
-CCTGGCTGTGAGCTACCGCTTCCTCACTCCC 

H ?TS"c5TCaA^GAAGCTGAGGGGG^^^^^^^^ 



GGAGAACTGTGGCCTCACACGGCG^^^^^^ 
GGTTCTACGATGAAATCAGGACCCCGCTCCTCTCT^^ 
TCAGTGGTGCAGGCCACCAAGACCCTGTTCCCCAACi^ 

^GGGGAAGCTGGTGGACAGGAAGCTGGATCACCTGCACGTGC^At^'^ u/^^^ 

AGAAATTCATCATCCTGAAGACAGATGTC 



■J TGCGGGGAAGCTGGTGGACAGGAAGCTGGATCA^--^--.-^ 



CTGGAGCTi 



TTTGT 

^^^I^^A^^AASAAAAAAAAAAAAAAAAAAAAAAAAA 
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FIG1IRE22 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA44192 

<subunit 1 of 1, 694 aa, 1 stop 
<MW: 77400, pi: 9-54, NX(S/T): 6 

M.LLLGLCLG.S.CVOSQEEAQSWGHSSKQnG.RVPRQVRL.QR.KTKP.MTEPSVKSTI 
KVAFTTVSCRM.NRASEDQDXEPQMQXPAAAFXTNFTM.XGDKVYQGKXTEREKKSGORVKE 
KKNKTTEENGEKGTEXERAS.VIPSKDK..PP.SVBE..QRR.GK.EHSISVRPQQ.SGRLS 
VDVHXLESAGXAS.EV.PLHNSRQRGSGRGEDDSGPPPSTVINQNETP.NXXPKPXWQQAR 
IAQNGXLGDPXIRyDVNREQSIGDXQVLNGYPVHVPAPKDX.PP.PKNWPVLDSSASMVGTK 
.RQTKDA.PTXLHDLRPQDRPSXXGPSNRXKVWKDH.XSVTPDSXRDGKVYXHHMSPTGGTO 
INGALQRAXR..NKWAHSGXGDRSVSLXVPLTDGKPTVGETHT.KILNNTREAARGQVCXP 
TXGXGNDVDPRL.EKI.SX.ENCG.TRRVHEEEDAGSQLIOPVDEXRTPL.SDXRXnYPPSSW 

Q.TKT.PPNYPKGSEXXXAGKLVDRK.DH.HVEVTASNSKKPXXI.KTDVPVRPQKAGK^^^^ 
SPRPGGDOEGDTm.XER.WSY.TTKE.LSSW.QSnDEPEKERLRQRAQA.AVSYRP.TPPTS 
MK.RGPVPR.DG.EEAHGMSAAMGPEPWQSVROAGTQPGPLLKKPNSVKKKQNKTKKRHGR 

DGVFPLHHLGIR 

Signal sequence. 

amino acids 1-14 



N-glycosylation sites. 

V. ^7 101 127-131, 231-235, 421-425, 508-512, 674-678 
amino acxds 97-101, / J-^-^/ 



Glycosaminoglycan attachment sites. 

amino acids 213-217, 391-395 



N-myristoylation sites. 

acids S-X2, X0-X6, 2X2-218, 370-376, 632-633. 638-644 



ammo 





FIGURED 



T— 1 



• • 1 



< 

i 

D 



COOACOCOTOOOOTOCCCGAC^GCOAGTOTACTOCTOCCOAOCOG.TCC^^^^^ 
OOCAOCGOCOOCOCCOGCCCCTCCCOOOCTCCOOCTTCTOCTOTTOCTCTTCTCCOCC^^^^^ 

cr4ATCCCCACAGGTG.TGGGCAG;.VTCTGTTTACG^^^^ 

gLttgcgaccatcagttgccaagtcaataagagtgacgactctgtgattcagctactgaa 
"aoocagacca^ca^^^^^ 

TGCTGAATTTTTCTAGCAGTGAACTCAAAGTATCATTGACAAACGTCTCAATTTCTGATGAA 
GG^TTTTGCCAGCTCTATACCGATCCCCCACAGGAAAGTXACACCACCATC^^^^^ 
^"""^ .CTGATGATCGATATCCAGAAAGACACTGCGGTGGAAGGTGAGG 

^GCAAGCCAGCCACGACTATCAGGTGGTTCAAA 



CCTGGTCCCACCACGTAAT 
AGATTGAAGTCAACTGCACTGCTATGGCCA 

gSLcacagagctaaaaggcaaatcggaggtggaagagtggtcagacatgtacactgtga^ 

crGrCArCTGATGCTGAAGGXGCACAAGGAGGACGATGGGGTCCC^^^^^ 
rCACCcLGGTCACTGGAAACCTGC^^^^^ 

C^rGCACATTCAGATGACTXATCCTCTACAAGGCTTAAC^^^^^ 

CAAGTGCAC GCCTGTGATGGTAACTTGGGTGAGAGTCGATG 

GCCCAACCTGTTCATCAATAACCTAAACAAA 



m 
m 
ru 

P 

m 
w 



GTTAACATGTGAAGCCATCGGGAAGCCCCA* 
ATGAAATGCCTCAACACGCCGTACTGTCTGG 
r~TGGTACATACCGCTGTGAAGCTTCAAACAT^^^^^^ 
"rG^TATACGATCCCCCCACAACTATCCCTCCTCCCACAACAACCACCAC^^^ 

CrCCACCACCACCACCACCATCCTTACCATCATCACAGATTCCCGAGCAGGTG^^^^ 
CCACCACCAC TCGGTGGCGTCGTGGCGGTGGTGGTGTTCGCCAT 

CATAAAGGTACATACTTCACTC 



TCGATCAGGGCAGTGGATCATGCCGTGAT 
rrTGTGCTTGCTCATCATTCTGGGGCGCTATTTTGCCAGAC 

0™=«.CTCCO»0^3«^0.CT.CrrC.TCma.T»0CCTX™TT™T 



GAGGTGTCCAACTGGCCCTATTTAGA' 



TGATAAAGAGACAGTGATATTGG 




o 

m 

CD ^ 

LL 



do 



o S 
cc cn li 



FIOTTRE 24 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA39518 

<subunit 1 of 1, 440 aa, 1 stop 
<MW: 48240, pi: 4.93, NX(S/T) : 7 
MASWLPSGSL 

:SDEGRYFCQL 



5QCAAAAAAAAPPGLRI.LLLLFSAAALIPTGDGQNLFTKDVTVIEGEVATISC 



QVNKSDDSVIQLI^NPNRQTIYFRDFRPLKDSRFQLLNFSSSELKVSLTNVSI 
VTDPPQESYTTITVLVPPRNI.MXDIQKDTAVEGEEIEVNCTAMASKPATTIRWFKGNTELKG 
KSEVEEWSDMYTVTSQLMLKVHKEDDGVPVXCQVEHPAVTGN.QTQRVLEVQVKPQVHXQMT 
VPLQGX.TREGDAI.ELTCEAIGKPQPVMVTWVRVDDEMPQHAV.SGPN.FINNLNKTDNGTYR 
CEASNIVGKAHSDYMLYVYDPPTTIPPPTTTTTTTTTTTTTILTIITDSRAGEEGSIRAVm 
.VXGGWAWVFAMLCI,.XILGRYFAKHKGTYFTHEAKGADDAADADTAIXNAEGGQNNSEE 

□ KKEYFI 

3 

q 

^ signal seq[uence . 

m amino acids 1-36 



w 

1=^ 



Transmembrane domain, 

amino acids 372-393 



^ N-Qlycosylation sites. 

■ 65 69 99-103, 111-115, 163-167, 302-306, 306-310, 

amino acids 65-63, -i-u^/ 

430-434 

Tyrosine kinase phosphorylation sites. 

amino acids 233-240, 319-328 

::r::r:-::;r;-;.3, 30,-3., 3.-3., ~. 

411-417, 427-433, 428-432 





EIGUBElIS 

CCCGCCAGGAAAGACTGAGGCCGCGGCCTGCCCCGCCCGGCTC^^ 
3 CCGGGACAGAAGATGTGCTCCAGGGTCC^^^^^ 
a GGCGCCTGOGGTGCAGO™ 

JCATCACCATGCTCGACGCA/ " 
S I GCTCCTGGACCTGTCACAGAACCAGAT^^^^^^^ 



GCACTGCCCGCCAGGGGACCACGGTGCCU.^^^^^^^^^^^ 
I _ OTCTTTGAGAACGGCATCACC^^^^^^^^ 



s 



QP J ACCTCAGCCACAACAGCCTCCTGGCCCTGGAGCCCGGCAl 

SScTGCGGCTGGCTGGTCTGGGGCTGC^^^^^^ 
CAACCTCCACGACCTGGATGTGTCCGACAACCAGC^^^ 

' GCCTCCGGGGCCTGACGCGCCTGCGGCTGGCCG^^^ 



i s t 

0. 



GAGGACCTGGCCGGCCTGGCTGCCCTGCAGGAGCi ^^^^^^ 
CCTGCCTGGCGACCTCTCGGGCCTCTTCCCCCGCCT^^^^ 

CCTTCAACTGCGTGTGCCCCCTGAGC^^^^^ 

CTGGCCAGCCCTGAGGAGACGCGCTGCCACTTCO 
□ GGAGCTTGACTACGCCGACTTTGGCTGCCCAGCCACCA^^^^ 
M3 CGAGGCCCGTGGTGCGGGAGCCCACAGCCTTGTCT^^^ 

j3 CCCACAGCGCCGGCCACTGAGGCCCCCAGCCCGCCCTCCAC^^^^^^^^^^^^ 
4= TGTCCCCCAGCCCCAGGACTGCCCACCGTCCACCTGC^^^ 

GGACACGGCACCACCTGGCGTGCTTGTGCCCCGAAGGCTT^^^ 

CAGATGGGGCAGGGGACACGGCCCAGCCCTACAC^^^^ 

GACCCTGGGCATCGAGCCGGTGAGCCCCACCT^^^^ 
AGGGGAGCTCCGTGCAGCTCAGGAGCCTCCGTCTC^^^ 

AAGCGGCTGGTGACGCTGCGACTGCCTGCCT^^^^ 
GCCCAACGCCACTTACTCCGTCTGTGTCATGCOT^^ 

AGGAGGCCTGCGGGGAGGCCCATACACCCCCAGCCGTCCA^^^^^ ^^^^ 
CAGGCCCGCGAGGGCAACCTGCCGCTCCTCATTGCGCCCGCCC ^^^^ 

ScGCTGGCTGCGGTGGGGGCAGCCTACTGT^^^^^ 
CTCAGGACAAAGGGCAGGTGGGGCCAGGGGCTGGGC^^^^ 
CCCTTGGAGCCAGGCCCGAAGGCAACAGAGGGCGGT^^^^ 
GTGTGAGGTGCCACTCATGGGCTTCCCAGGGCCTGGCCT^^^ 

CCTACATCTAAGCCAGAGAGAGACAGG^^^^ 

CAGCCCCCTCCTGCTGCCACACCACGTAAGTTCTCAGT^^^^^^ ^^^^^^ 
CAGGGCTGTGTGACCACAGCTGGGCCCTGTTCCCTCT^^^^ 

ATGCTGTGGCCCAGCTGACGAGCCCTAACGTCCCCAGAACCGA ^ ^^^^ 

JcGCCCTGCCCTCCGCAACGTGCAGTCCCTGGGCA^^^^ 

GCATGCCTGGGCCCTGCTGGGCTCTC^^^^ 
CTCCCGGAAAGAGCAGAGGGAGAGCGGGTAGGCGG^ 
AAGCGAAGGAACAAAAGAAACTGGAAAGGAAGATGOT^ 

ATAAAAAAAAAAA 



m 

few 



m 



t=:ft 

yy 

Q 






EIGIISE26 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA44804 

<subunit 1 of 1, 598 aa, 1 stop 
<MW: 63030, pi: 7.24, NX (S/T) : 3 

Gi™i.DASSFAGLPGLQLLDI.SQSQIASLRLPRLLL^^^^^ 



SSTESGEM.PSGSECEVPmGFPGPGM!SPLH«PYI 
Signal sequence. 

amino acids 1-23 
Transmembrane domain. 



i»3 
J" 

i amino acids 501-522 

m 

On 



□ 

m 

bi 



N-glycosylation sites. 

amino acids 198-202, 425-429, 453-457 
Tyrosine kinase phosphorylation site. 

amino acids 262-270 

N-myristoylation sites. 

•H. 93 29 27-33, 112-118, 273-279, 519-525, 565-571 
amino acids 23-29, jj, 

Prcl^aryotic menO^rane lipoprotein Xipid attach:nent site. 

amino acids 14-25 

EGF-like domain cysteine pattern signature. 

amino acids 355-367 
Leucine zipper pattern. 

amino acids 122-144, 194-216 




FIGUBE_22 




TCCTTGCTACCCCA 



CCGTACCCTTACCCGCCCCGCCACC 
cicTTGAAACCACAGCTGTTGGCAGGGTCCCCAGCTCATGCCAGCCTC 

GGCAACATGGGGGGCCCAGTCAGAGAGC 



GGCACTAGGACAACCTTCTTCCCTTCTGCACCACTGC 

TCCTTG( 

ATCTCCi i XV,. .^^^^^ .GCTCTGGGGGCCGTGGCTTGTGCC 



:tttcttgctagcccccaaagggcctcca 
:TCTa 

ATGGCTCTGC 



cggcactctcagttgccctctggttgagttggggggca 

ATGGCTCTGCTGAC 

__^^^^^^^^^^GCAGTGCTC 



TGACCCAACAAACAGAGCTGCAGAGCCTCAGGAGAGAGGTGAGCCGGCTGCA 
GAATGGGGAAGGGTATCCCTGGCAGAGTCTCCCGGAGCAGA 



ACCCAAAAACAGAAGAAGCAC .^AGCTCTTAGGCGTGGGAGAGGCCTAC 

CGTGTCCGAATCCAGGATGCTGGAGTTTATCTGCTGTATAGCCAGGTC 



GGATGACTCCGATGTGACAGAGGTGATGTGGCAACCi 

.OGCCCAAGGATATGGTGTC......^^^^^^^-J-^-^^^^^^^^^^^^^ 



CTGTTTCAAGACGTGACTTTCACCATGGGTCAGGTC_^^^^^^^^^^^^^^^^^^^^ 



rTCCATTTACACCAAGGGGATA' 

?AACCTCTCTCCACATGGAA' 
rAAAAAGTGGCTCCCAGCTTGGAAGACCA 



TTCTGAGTGTCATAATTCCCCGG 



GGAGACTCTATTCCGATGTATAAGAAGTATGCCCTCCC 

GCTATAGC 
GCAAGGGC 

4^ GTGTTATAAA/^ox-— ■ GGCATCTTCCTGGGTTTGGCTC 



5 '^^-'''^'^'''''l'';^-''^^^^^^^ 



Q 



CCCGTTCCTCACTTTTCCCTTTTCATTCCCACCCCCTAGAC^ 
CTTCTGTTCCCCATGGAGCTCCG 





o 

CO 



I J 



FIGURED 

</usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA52722 

<subunit 1 of 1, 250 aa, 1 stop 
<MW: 27433, pi: 9-85, NX(S/T) : 2 

MPASSPFLI^PKGPPGNMGGPVREPALSVALWLSWGAALGAVACAMALLTQ^^^ 
SRLQGTGGPSQNGEGYPWQSLPEQSSDALEAWENGERSRKRRAVLTQKQKKQHSVLHLVPIN 

ATSKDDSDVTEVMWQPALRRGRGLQAQGYGVRIQDAGVYLLYSQVLFQDVTFTMGQWSREG 
QGRQETLFRCIRSMPSHPDRAYNSCYSAGVFHLHQGDILSVi: 



: I PRT^RAKLNLSPHGTFLGFVKL. 



Signal sequence - 

amino acids 1-4 0 



-I" 



N-glycosylation site. 

amino acids 124-128 



m 



kinase phosphorylation site. 



Tyrosine 

amino acids 156-164 



r: N-rayristoylation site 



Ci amino ac 



ids 36-42, 40-46, 179-185, 242-248 



Prokaryotic 

amino acids 34-45 



io membrane lipoprotein lipid attachment site 




FTOTTRE 29 



CTCGGAGACCGCGCCGGGGAGACGGAGGTGCTGT^^^^ 

TCCTTCACCGAGTCTGTGCATCGCCCCGGACCi^^ 
TGCTCTAGGGGCGGCGCGGGAGGAGCGGCCGGCG^^^^ 
TCCCGTGGACAGGGACTCTTGCTGGCGTACTGCCT^^^^ 
CCTGAGTCGTGTGCCCCATGTCCAGGGGGAACAGCAGGAGTGG^ 

CGTCGCCTCCGGACCATGCCGAGAGGGCTGAAGAACAACA^^ 
OACCAGGGGCTCCCTGCTTCC^^^^^ 

GGCGACCGCCGTGCCCCAGATCAACATCACTATCIX^^^^^^^^ ^^^^ 
ATCGAGGCCTCCAAGGGAAATATGGCAAAACAGGCTCAGCAGO 

CCCAAAGGGCAGAAGGGCTCCATGGGGGCCCCTGGGGAGC^^^^ 

CTTTTCGGTGGGCCGGAAGAAGCCCATGCACAGCAACCA^^^^ 

ACACGGAGTTCGTGAACCTCTACGACCACTTCAACATGTTC^^^ 

OTGCCCGGCCTCTACTTCTTCAG^TC^^^^^ 

GCACATCATGAAGAACGAGGAGGAGGTGGTGATCii^^^^^^^^^ ^^^^ 

TCATGCAAAGCCAGAGCCTGATGCTGGAGCTGCGAGAGC^^^^ 

TACAAGGGCGAACGTGAGAACGCCATCTTCAGCGAGG^^^^ 

TGGCTACCTGGTCAAGCACGCCACCGAGCCCI|SCTGGC^^^^ 

ACCTTCCACCCCTGCGCTGTGCTGACCCCACCGCCTC^^ 

CCTGGCTTTGGCATTCAGTGAGACGCCCTGCACA^^^^ 

CAGATCCCGCAGCCTCTGGAGAGAGCTGACGGCAGATGAAATCA^^^^^^ ^^^^ 

GAGAACCCTCTGGGACCTTCCGCGGCCCTCTCTGCACACA^^^^ 

GAGACGCGGGTGGCGGCAGGGCGTCCCAGGGT^^ 

ATTAGGCAAATTCTAAAGGTCTCAAAAGGAGCAAAGTAAACCG ^^^^^^^^ 

TTGTTATTTTTGTCTTTCCAGCCAGCCTGCTGGC^^^^ 

ACTCTGCTTAAGAGAAGATCCAAAGTTAAAGCTCT^^^ 

AAACTACCTCTGGCTTAATTCTTTTAAGCCACGTAGG^^^ 

CTGACATCCCTGTGGCCTTGCCCAAGGGCTCTGCTGG^^^^ 

GATGGGGGCTGGGGCCCCAGGCGTCAGCCTCCCAGAGGG^^^^ 

TCCAGGTTGGTAGAAGCAGCCGAAGGGCTCCTGACA^^^^ 
GGCCTGCAGATGTTTCTATGAGGGGCAGAGCTCCTTGGTACATCC^ 

ACCCCTGTGCCACCCCAGAGCCCTGGGGGGTGGTCTCCATGCCT^^ 
TTCTGTGCCGCCTCCCACACAAATCAGCCCCAGAAGGCCCCGGGGCCTTGG^ 

Staaaacacctcaagcagcactgcagtctcccatctcctcot^^^ 

CCACGTGTGTTGTGTTGGTTGGCAGCAAGGCTGA^^^^^ 
CATCCAGGCCTCTGACCAGTAGCCTGAGAGGGGCTTTTTCTA^^^ 

CTGGAAGGGGCTAGAAAGCTCCCGCTTGTCTGTTTCT^^^^ 

AGACCAGAGTCAAGAGGAAGTACACGT^^^^ 

TGGGTGGCAGGAGAGGCAATAGCCCCTGTGGCAATTG^^^^ 

GTGTCTCCACGGTGCTCTCGCCCTGCCCATGGCCACCCCA^^^ 

ATAGCCCCTCTCCACCTCACCCCATGTTGATG^^^^ 





CO 
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CD 
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FTaiTRE 30 

></usr/seqdb2/sst:/DNA/Dnaseqs.min/ss.DNA41234 

xsubunit 1 of 1, 281 aa, 1 stop 
xMW: 31743, pi: 6.83, NX(S/T): 1 

MGSRGQOL.LAVCLLL.PASGLV.SRVPHVQGEQQEWEOTEE.PSPPOHAERAKKQHEKYRP 
SQDQa.P.SKCLRCCDPGTSMVPATAVPQXNXTX.KGEKODRCDRG.QOKYOKTOSAGARGH 
.OPKGQKGSMGAPGERCKSHVAAPSVGRKKPMHSNHVY0TV1PDTEEV..YDHPNMPTGKPV 
CVVPGLVFFSLNVHTWNQKETVLHIMKNEEEWILEAQVGDRSXMQSQSI^LE.REQDQVWV 

RLYKGERENAI FSEELDTY ITFSGYLVKHATEP 



pi 

m 
m 
m 



5 



S=sst 



signal sequence. 

amino acids 1-25 

N-glycosylation site, 

amino acids 93-97 



N-myristoylation sites 

S3 amino ac 



53 . ids 7-13, 21-27, 67-73, 117-123, 129-135 



H Amidation site. 

amino acids 150-154 



Cell attachment sequence. 

amino acids 104-107 



FIGURED 

OCOG.OC.TCCOCTOCaOTCCTCOCCC.O™ 

GAGAGAAATCTCATCATCTGTGCAGCCTTCTTAAAGC^^^^^^^^ ^^^^ 
CCTTGACCTTTGAAGACCAAAACTAAACTGAAATTTAA^^^^^^^^ ^^^^ 



hi- '■ 



p AAAAAACATATCAGGUUA^iw.v.v,«xv..™.^^- ^^^^^^^^ 
GACAACCCAACTGCTACCTATTTTTCTGTCCCAAC^^^^ 
AAAGGACTTATGAGTTACAGGATAATTACAGAT^^^^ 
CCAAGAGTTACCCCAGGAAGATTCTCTCTTACATC^^^ 
TAGCCCATCATCACACAGATTATTCAAAGCCCACCGA^^^ 

t GCTACAACAGCAGTTCTGACTACCACCTTTCAGGC^^^ 
ffi AACCATACCGTTTACAGAAATCTCCAAC™^ 

CTGCACTTTCTATGTCAAATGTGGAGTCTTCCAC^^^ 
AGGGAGGCCAGTCCAGGCAGTTCCTCCCAGG^^^^ 
^TTTGAAAAATGGCTTCTTATCGG^^^ 

TCGTCCTCCTGGGTAGAATCCTTTCGGWCA^^^^^^ ^^^^^ 
TATTTGATCAATGGGATCTATGTGGACATCSJ^GGA^^^ 

TAGTAACCAGAAGCCCAAATGCWGAGTTT^^^^ 

TATTTTGAAGACAGGAAAATGCCCCCTTCTGCTTTCCli ^^^^^ ^^^^ 
GCTCTGTTGCCCAGGCTGGAGTGCAGTAGCAC^^^ 



y 




O.G. F!G, 1 


SUBCLASS 


CLASS 


APPROVED 
BY 

DRAFTSMAN j 



></usr/seqdb2/sst/DNA/Dnaseqs.min/ss.DNA45410 

xsubunit 1 of 1, 431 aa, 1 stop 
xMW- 46810, pi: 6.45, NX(S/T)-. 6 

cx»sccs™isook.ch.mipotxkt;«o.»cv..pcpnbe.cplkp.k..msvh:itopp 

SKPTDISWRDTLSQKFGSSDHLEKLF 
lAHLLPENVSALPATVAVASPHTTSATPKPATLL 
I STVFTRAAATLQAMATTAVLTTTFQAP 
TALSMSNVESSTMNKTASWEGREASPGSSSQGSV 



C 



00 



SLTRNLPSQELPQEDSLL.HGQFSQAVTPLAHHHTDY 

kmdeasaqllaykekghsqssqfssdqe: 

PTNASVTPSGTSQPQLATTAPPVTTVTSQPPTTL 

tdskgsletipfteisnltlntgnvynp 



pfekwlligsllfgvlflviglvllgr 



PENQYGL 



Signal sequence. 

amino acids 1-25 

Transmembrane domain; 

amino acids 384-405 



ILSESLRRKRYSRLDYLINGIYVDI 



N-qlycosylation sites. 

Ls 72-76, 222-226, 251-255, 327-331, 352-356 



ammo ac: 



CAMP- and cGMP -dependent protein kinase phosphorylation site 

amino acids 415-4X9 



Tyrosine 

amino acids 50-57 



kinase phosphorylation site. 



N-myristoylation sites. 

amino acids 4-10, 48-54, 315-321 




FIG1IBEJ2 



GTCCSGTGCTOCCTATMCATCCGCAGCMra ^^^^^^^^^ ^^^^^^^^^ 
CC«^GGG^TGTG.CC.^O=--C<X™ 

CTC.GCGG.GGTGGC.G«GC«GT.CGC=;>^TC^OTT^^^^^^^^^^^^^^ 
.G«>«GCTGGG«^TGTTGCCAG.=G»T*«»™CC^^^^^ 

„.g™..g.™--^^^^^ 

TTTATTGAGAGTGCTGCTCGAAAilTCCGTGGJCTT ^^^^^^ 

tg^™ggtgt.gctgggt.tt^^^^^ 

CSGAG^lGWaiGATCMCraCTCTGST cAGGGTCCTGAGTAAST 

AACTAAAATGAATGGAAATTCTTAAAAAAAAAA 



o 

iJL. 

d 
d 



CD 
CO 



1 



a 

UJ 

o Si J2 

Qc to g: 



FIGUEE-M 



></usr/seqdb2/sst/DNA/Dnasecs.n,in/ss.DNA46777 

xsubunit 1 of 1, 235 aa, 1 stop 

,<MW: 25982, pi: 9-09, NX(S/T): 2 

;OLI.KWFWFASI.CAWYSGYI.l.AEI.IPDAPI.SSAAYSIRS 



IGERPVLKAPVPKRQK 



MRPL.AG' 
CDHWTPCP 



SnTYAVK..SOGOKSKVAKXCPEnN..MOE0.O.VAK0XNIAXWWTONVTAT 

...T T PMVTYDDGSTRLNNDAKNAIEALGSKEXRNMKFRS 
RCFDMYEGDNSGPMTKFIQSAAPKSLLFMVTYDDGbl 

SWVFXAAKGLELPSEXQRKKXNHSDAKNKRYSGWPAEXQXEGCXPKERS 



Signal sequence. 

amino acids 1-20 



i N-glycosylation sites. 



m 

IKS? 



amino ac 



ids 120-124, 208-212 



Glycosaminoglycan attachment site. 



am 



ino acids 80-84 



N-myristoylation sites. 



amino ac 



ids 81-87, 108-114, 119-125 



